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Among apicomplexan parasites, ticks are known vector of 
several species belongs to three protozoan genera (Babesia, 
Theileria and Hepatozoon). During their life cycle, tick- 
transmitted apicomplexan parasites alternate between asex- 
ual (in vertebrate host) and sexual (in ticks) developmental 
stages. The major constraint for the proper diagnostics of 
those pathogens is the high possibility of mix infection, 
both in ticks and vertebrate hosts, with several species or 
genotypes. The aim of this study was to apply the Next 
Generation Sequencing (NGS) as a method of choice for 
simultaneous determination of the full spectrum of api- 
complexan pathogens in ticks and the mammalian hosts. 
Therefore, A pair of universal primers were designed to 
flank a 167 bp barcode region of the 18s rRNA gene of all 
Babesia, Theileria and Hepatozoon species. The new proto- 
col was evaluated on DNA samples isolated from 195 dogs 
and 144 ticks (Rhipicephalus armatus and R. pulchellus) 
collected from Northern Kenya. In total 301 sample (89%) 
were positive for apicomplexan infections; ranging from 
single to multiple infection with one species or several 
species and/or genotypes in a single sample. The most 
abundant apicomplexan pathogens were Hepatozoon 
followed by Babesia and Theileria, respectively. Further, 
the result shows that the barcode region entails enough 
variability that allows identifying the pathogens up to the 
subspecies and genotypes level. The exact methodological 
and results detailed will be presented later. This work was 
supported by the project OP VK CZ.1.07/2.3.00/30.0014. 
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